Images accessible via the EurExpress transcriptome atlas (www.eurexpress.org) show that LMO1
is expressed in the forebrain, hindbrain, spinal cord and inter-somitic mesoderm, olfactory epithelium and eye of E14.5 wild type murine embryos by RNA in-situ hybridisation. There is no staining of the liver or heart.
Figure S2
Data drawn from the BioGPS Gene Atlas expression profile repository (http://biogps.org) of LMO1 expression in normal human tissues demonstrates lack of expression of this gene in a diverse range of normal haematopoietic tissues. The informative 206718_at probe on the U133plus2 Affymetrix microarray platform was used. Data is displayed using z-scores produced by the barcode function of the R package "frma"
http://www.bioconductor.org/packages/2.6/bioc/html/frma.html where a z-score >5 suggests that the gene is expressed in that tissue. 
Figure S4
Data from the NIH Roadmap Epigenomics Mapping Project showing a wide-view of the LMO1 locus to demonstrate that data from H3K4Me3 and H3K27Me3 tracks has been scaled to maximum peakheights in neighbouring genes to account for variation in read number. Additionally, the presence of regions of H3K36Me3 activity in neighbouring genes confirms that this data was not subject to technical failure. Average percentile -87. 97 -91.91 -75.12 -83.15 -91.88 -87.74 -74.64 -49.16 -4.55 -30.22 -63.2 -59.09 -81.1 -96.18 -95.46 -87.13 -82.5 -79.61 -47.49 Figure S7
